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A consortium of proteomics repositories

formed to facilitate the transfer of data Why should data be submitted to Peptldome?

Sy R . t between repositories, while negating the e Provides a location for a publication’s supplementary data.
uomission kequirements need for a client to submit to multiple ; I | Studi e Studies and Samples are issued stable accessions for ease of referral.
The submission process requires the deposit of four types of data: sites. Members also include (but are not Peptldome B udaies e All submitted data may be held private until published.

e Metadata: Information about the study, sample(s), instrument, limited to) Pride, PeptideAtlas, and e gr— ‘ 2 A public repository for the results and e — A collection Qf related Samples. A Study * Human curators will facilitate thg submission PIOCEES:
and data processing. Tranche. Soveh (pumseme 4 tor { S sttt usually contains the data that one would e Integrates experimental results with the rest of NCBI’s datasets.

Terey vy g ey e supporting data for tandem mass et i i , ) Nenial Tes .
e Spectra: Raw data in an open format, such as mzXML or mzML. o " S o place into a publishable paper. e Allows broader dissemination of results beyond the field of mass
e Search output: (optional) Search engine output files, such as F— — —rs

spectrometry-based Proteomics — = :
: . R B TR spectrometry-based proteomics.
Submission eXperlmentS. Motadata update: March 1,2010  odste:  Februsry 24, 2010 . . . .
s e Ensures compliance with the data sharing policies of NIH and other
i Smadenn funding agencies.

Overall Design

e Serves as a primary data source for researchers who study peptide
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About Peptidome

Peptidorne Is a public repository that archives and freely distributes tandem mass spectrometry peptide and

Mascot/ OMSSA/ perML/ or mzldent[\/\l_/ to annotate the ::::;"; probain Kiastiication data ganarbed by the ackentiic community. Saversl iayers of dath Gre caghured to

promote understanding of the experiment and analysis of the underlying data, including:
results.

e Results: The list of identified proteins, peptides, and spectra.
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o Lists of identified protens

o Lists of identified peptides used in protein identification

s  Mass spectra that provide evidence for these identifications
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